Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.002 Å; R factor = 0.042; wR factor = 0.115; data-to-parameter ratio = 16.5.
In the crystal of the title salt, 2C 2 H 8 N + ÁC 6 H 4 O 8 S 2
2À
, the anion lies on a center of inversion. The dimethylammonium cation forms one N-HÁ Á ÁO hydrogen bond and another bifurcated N-HÁ Á ÁO hydrogen bond. The hydroxy group links with the sulfonyl group via an intermolecular O-HÁ Á ÁO hydrogen bond. These N-HÁ Á ÁO and O-HÁ Á ÁO hydrogen bonds generate a three-dimensional network.
Related literature
For the diethylammonium salt, see: Solans et al. (1982) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ).
Data collection: RAPID-AUTO (Rigaku, 1998 ); cell refinement: RAPID-AUTO; data reduction: CrystalClear (Rigaku/MSC, 2002); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: X-SEED (Barbour, 2001) ; software used to prepare material for publication: publCIF (Westrip, 2010 Comment Bis(diethylammonium) 2,5-dihydroxy-1,4-benzenedisulfonate is a commercial pharmacological chemical whose crystal structure has been described (Solans et al., 1982) . The title dimethyammonium salt (Scheme I) is an unexpected product of a hydrothermal synthesis involving 2,5-dihydroxy-1,4-benzenesulfonate in DMS solvent; the dimethylammonium cation probably resulted from the decomposition of DMF. The anion lies on a center-of-inversion (Fig. 1) . The dimethylammonium cation forms one N-H···O hydrogen bond and another bifurcated hydrogen bond. These N-H···O and O-H···O hydrogen bonds generate a three-dimensional network (Table 1) .
Experimental DMF (8 ml), magnesium hydroxide (1 mmol) and 1,4-dihydroxy-2,5-benzenedisulfonic acid (1 mmol) were heated in a 23-ml, Teflon-lined, stainless-stell Parr bomb at 413 K for 3 days. Colorless crystals were isolated from the cool vessel.
Refinement
The carbon-bound H-atoms were placed in a calculated position (C-H 0.93 and 0.96 Å) and were included in the refinement in the riding model approximation, U(H) set to 1.2U(C). The amino and hydroxy H-atoms were located in a difference Fourier map, and were refined with distance restraints of N-H 0.88±0.01 Å, O-H 0.84±0.01 Å; their temperature factors were refined. Figures   Fig. 1 . Thermal ellipsoid plot (Barbour, 2001 ) of 2(CH 3 ) 2 NH 2 . C 6 H 2 (OH) 2 (SO 3 ) 2 at the 50% probability level; hydrogen atoms are drawn as spheres of arbitrary radius. O1-S1-C1-C3 i −113.16 (13) S1-C1-C2-O4 −0.5 (2)
O3-S1-C1-C3 
